À ÁH 2 O, the conformation of the side chain in the cation is anti [C-C-C-N = 179.62 (12) ] and the dihedral angle between the aromatic ring and the nitro group in the anion is 3.34 (11) . In the crystal, the components are linked by O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds, generating (101) sheets, which feature R 4 4 (21) loops. The sheets interact by weak aromaticstacking interactions [centroid-centroid distance = 3.896 (3) Å ], forming a three-dimensional network. 
Related literature
For related structures, see: Kanagathara et al. (2012) ; Lejon et al. (2006) ; Sankar et al. (2014) ; Smith et al. (2003) . Table 1 Hydrogen-bond geometry (Å , ). 
S2. Structural commentary
The geometric parameters of the title compound (I) (Fig.1) are comparable with the reported similar structures (Kanagathara et al., 2012; Sankar et al., 2014; Lejon et al., 2006; Smith et al., 2003) . The cation is protonated at N1
atom. The dihedral angle between the two benzene rings (C1-C6) and (C9-C14) is 3.71 (11)°. In the anion, the nitro group (N2/O2/O3) is twisted at an angle of 3.34 (11)° with the benzene ring (C9-C14).
S3. Supramolecular features
In the molecular structure, weak N-H···O and O-H···O hydrogen bonds link the cation, anion and water molecule which generates S(6) graph set motif. The crystal structure also features weak C-H···π (Table 2 ) and π-π [Cg2···Cg2 i distance = 3.896 (3)Å; (i) -x,2-y,-z; Cg2 is the centroid of the C9-C14 ring] interactions to form a three dimensional network.
S4. Synthesis and crystallization
2-Phenylethylamine (1.26 g) and 4-nitrophenol (1.39 g) were disssolved in methanol and colourless blocks of the title compound were grown by slow evaporation.
S5. Refinement
Crystal data, data collection and structure refinement details are summarized in Table 1 . The C-bound H atoms were positioned geometrically and refined using riding model, with C-H = 0.93 and 0.97 Å for CH aromatic and CH 2 , respectively with U iso (H) = 1.2Ueq(C). The H atoms bound to O and N atoms were found in a difference map and refined isotropically, with U iso (H) = 1.5Ueq(O) and distance restraints: O-H = 0.82 (1)Å and N-H = 0.88 (1)Å. The components of the anisotropic displacement parameters in the direction of the bond between C3 and C4 were restrained to be equal within an effective standard deviation of 0.001 using the DELU command in SHELXL97 (Sheldrick, 2008) .
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Figure 1
The molecular structure of (I), with 30% probability displacement ellipsoids for non-H atoms.
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Figure 2
The packing of (I), viewed down b axis. Intermolecular Hydrogen bonds are shown as dashed lines. H atoms not involved in hydrogen bonding have been omitted.
2-Phenylethylaminium 4-nitrophenol monohydrate
Crystal data Extinction coefficient: 0.0031 (5)
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

